The contribution of each memory CD4+ T cell subset to the reservoir size is indicated. CD4+ T cells from virally suppressed individuals were sorted into T CM , T TM and T EM subsets, and integrated HIV DNA was quantified (Fig 1b) . The contribution of each subset is expressed as the frequency of integrated HIV DNA by the proportion of cells present in each subset in the total population. p values are indicated (each circle represents a unique participant; Wilcoxon rank sum test; n=18). (c) CD4+ T cells from virally suppressed individuals were sorted into T CM , T TM and T EM subsets using the gating strategy in Supplemental Fig. 1a, and Induction of multi-spliced HIV RNA virally suppressed HIV-infected individuals using the same compounds at the same concentrations as in (a) was assessed using TILDA (27). This assay measures the frequency of cells producing tat/rev multiply spliced HIV RNA using quantitative RT-PCR. Frequency of multi-spliced HIV RNA induction was normalized to the positive control for TILDA (100 ng/mL PMA and 1 µg/mL ionomycin). P values are shown, error bars denote SD, n=4 independent participants from Table 1. 
